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Fig S1. A) Phylogenetic diversity of the 412 M. tuberculosis complex isolates from Eswatini.
Data are presented in a minimum spanning tree (MST) based on 24-loci MIRU-VNTR analysis.
The relative size of the nodes represents the number of isolates belonging to a particular
genotype (cluster, clone). Nodes are coloured according to the phylogenetic lineage

classification defined in the figure. B) Drug susceptibility test results mapped onto the MST.
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Fig S2. Lineage distribution across the four regions HhoHho, Manzini, Lubombo and

Shiselweni included in the national survey 2009-2010.
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Fig S3. Minimum spanning tree (MST) based on 24-loci MIRU-VNTR highlighting the isolates

selected for further WGS analysis.



